ABSTRACT The genomes of two extremely halophilic Archaea species, Haloarcula marismortui and Haloferax mediterranei, were sequenced using single-molecule real-time sequencing. The ϳ4-Mbp genomes are GC rich with multiple large plasmids and two 4-methyl-cytosine patterns. Methyl transferases were incorporated into the Restriction Enzymes Database (REBASE), and gene annotation was incorporated into the Haloarchaeal Genomes Database (HaloWeb).
?genome_assembly_idϭ227368, and https://www.ncbi.nlm.nih.gov/genome/11181 ?genome_assembly_idϭ173551) (8) . The genome sequences were very similar, with primarily single-nucleotide indels of G (or C) in short runs of G's (or C's) and a few insertion element indels. The H. marismortui genome was 4,184,929 bp long with a 62.4% GC content and was divided into a 4.2-Mbp chromosome and 6 plasmids of 33 to 411 kbp. The H. mediterranei genome was 3,907,473 bp with a 61.1% GC content and was divided into a 3.9-Mbp chromosome and 3 plasmids of 132 to 505 kbp. Like those of other Haloarchaea species, the H. marismortui and H. mediterranei genomes encode acidic proteomes with average protein pI values of 4.7 and 4.9, respectively (9) . Both genomes encode all 799 conserved haloarchaeal orthologous groups (HOGs), including 77 signature-unique conserved HOGs characteristic of the family (10) .
Both the H. marismortui and H. mediterranei genomes contain the methylated sequence m4 CTAG. The corresponding type II-␤ methyl transferases (MTase) are coded by zim (VNG1543) in the model species Halobacterium sp. strain NRC-1 and over 100 other Haloarchaea species and are recognized as HOG1170 (10) (11) (12) (13) . Despite the wide distribution of CTAG methylation in the family, the function of this methylation system is still not known (14) . The H. marismortui and H. mediterranei genomes each also contain a single type II-␣ MTase enzyme forming m4C (Table 1) . For H. marismortui, the enzyme is coded on a 155-kbp plasmid (pNG600/pHMA155), while for H. mediterranei, the enzyme is coded on the large chromosome.
Data availability. The H. marismortui genome sequence has been deposited in GenBank with the accession numbers CP039132, CP039133, CP039134, CP039135, CP039136, CP039137, and CP039138. The H. mediterranei genome sequence has been deposited in GenBank with the accession numbers CP039139, CP039140, CP039141, and CP039142. Both genomes are also available on HaloWeb (https://halo.umbc.edu/) and have been analyzed in the Restriction Enzymes Database (REBASE) (http:// rebase.neb.com/rebase/rebase.html) (15) . Raw data are available in the NCBI Sequence Read Archive with the accession numbers SRR8914802, SRR8914803, SRR8985819, and SRR8985820.
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